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Fig. 6.  Class-specific residues of FHA domain sequences at trace level 9. FHA sequences were

partitioned into the 17 classes present at trace level 9 of the phylogenetic tree of Fig. 5. Note that

as the trace level (sequence identity) increases, the sequences are divided into more classes, each

containing fewer FHA domain sequences. At each trace level, a “class consensus” residue is

conserved throughout its own class (1). Class consensus residues conserved through all classes are

conserved (red). “Class-specific” residues (light blue) are cases where class consensus residues

differ in at least one class (1).  Because of the low homology among FHA domains, we consider a

residue to be class-specific even if there is a single exception of one class lacking conservation at

that position, evident from a dash. Dots represent absence of a residue. The serine marked red

appears conserved here but is only 90% conserved among the 209 sequences of the alignment.


